SUPPLEMENTARY TABLES Supplementary Table S1. Data collection and refinement statistics Data Collection and Refinement Cp50S
Particles
37,636
Pixel size (Å)
1.061
Defocus range (µm)
--1.0--2.3
Voltage (kV)
300
Electron dose (e -/Å -2 )
40.3
Map sharpening B factor (Å 2 )
--84.98
Resolution (Å, 0.143 FSC)
3.6
FSCAverage 0.88
Model Composition
Protein residues
3,392
RNA bases
2,963

Validation (proteins)
Poor rotamers (%)
7.11
Ramachandran outliers (%)
2.94
Ramachandran favored (%)
85.51
Bad backbone bonds (%)
0.04
Bad backbone angles
0.01
MolProbity score
(99 th percentile)
Validation (nucleic acids)
Correct sugar puckers (%)
96.39
Good backbone conformations (%)
69.83
Bad bonds (%)
0.01
Bad angles
0.21
Clash score, all atoms 3.96 (100 th percentile) 
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